Species of the cricetid genus Oligoryzomys are found across most Neotropical biomes, and several of them play important roles as natural reservoirs of hantaviruses and arenaviruses. Here we demonstrate that O. mattogrossae, previously considered a junior synonym of O. microtis, is a valid species, and that it is the oldest available name for specimens previously identified as O. fornesi from Brazil and northern Paraguay. Comparative morphology and phylogenetic analyses based on mitochondrial (cytochrome b) and nuclear (intron 7 of beta-fibrinogen) genes show that O. mattogrossae differs from its sister species O. microtis and from other forms of the genus, corroborating previously published karyological data. Oligoryzomys mat togrossae occurs in Cerrado and Caatinga habitats throughout central and northeastern Brazil and Paraguay, whereas distribution of O. fornesi is apparently restricted to southern Paraguay and northernmost Argentina. Specimens of O. mattogrossae were found to be the natural reservoir of the Anajatuba genotype of hantavirus in northeastern Brazil. Therefore, continuing
INTRODUCTION
Members of the genus Oligoryzomys Bangs, commonly known as pygmy rice rats (colalar gas or colilargos in Spanish), are found from northeastern Mexico to extreme southern Chile and Argentina, and occur in several Neotropical biomes, including open vegetation formations such as Cerrado, Pampa, Llano, and Chaco, as well as lowland and montane forests and drier environments, such as Patagonia, Caatinga, and the Peruvian Pacific Coast (Weksler and Bonvicino, 2015) . Oligoryzomys is among the most speciose genera of the neotropical subfamily Sigmodontinae, with 22 currently recognized species.
Recent phylogenetic studies of this genus (Rivera et al., 2007; Rogers et al., 2009; Miranda et al., 2009; Palma et al., 2010a; González-Ittig et al., 2010 Hanson et al., 2011; Agrellos et al., 2012; Teta et al., 2013) have shown that Oligoryzomys systematics is still controversial, probably due to the high phenotypic similarity between species, which makes diagnosis and species identification difficult (see Musser, 1989, 1995; Weksler and Bonvicino, 2005, 2015 , for historical accounts of the generic taxonomy). In addition, molecular studies not employing morphological examination of specimens hinders further advance of the systematics of the genus, as specific names have been attached to several exemplars without a proper morphological assessment or that are based solely on geographic proximity of species ranges or type localities.
Species of Oligoryzomys are reservoirs of several hantaviruses and arenaviruses, and so work in the systematics of the genus is important for public health policy (Suzuki et al., 2004; Rosa et al., 2005 Rosa et al., , 2010 Oliveira et al., 2009 Oliveira et al., , 2011 Oliveira et al., , 2014 . Six Brazilian Oligoryzomys species are known as hantavirus reservoirs: O. nigripes (Olfers, 1818) , the host of Juquitiba and Itapua viruses (Suzuki et al., 2004; Oliveira et al., 2009) ; O. flavescens (Waterhouse, 1837 ) the host of Central Plata virus (Delfraro et al., 2003) ; O. fornesi (Massoia, 1973) , the host of Anajatuba virus (Rosa et al., 2005) and Juquitiba virus (Guterres et al., 2014) ; O. microtis (Allen, 1916) , the host of Rio Mamoré virus (Ritcher et al., 2010) ; O utiaritensis (Allen, 1916 ) the host of Castelo dos Sonhos virus , and O. chacoensis (Myers and Carleton, 1981) of Bermejo virus . Other Oligoryzomys species with distribution out of Brazil are also hantavirus reservoirs: O. fulvescens (Saussure, 1860) is the reservoir of Choco virus, O. delicatus (Allen and Chapman, 1897) of Maporal virus, O. longicaudatus (Bennett, 1832) virus of Andes, and O. brendae Massoia, 1988 , of Oran virus (see Teta et al., 2013 , for identification of the latter reservoir species).
In this study, we analyze the taxonomic status of two forms of Oligoryzomys that are associated with hantaviruses, O. mattogrossae (Allen 1916) and O. fornesi (Massoia 1973) . We provide evidence that O. fornesi, the currently recognized host species for the Anajatuba hantavirus genotype , is a form restricted to its type locality and vicinity in Argentina and Paraguay, within the O. flavescens species complex, as proposed by Gonzalez-Ittig et al. (2014) . We report mor-phological, karyological, and molecular data showing that O. mattogrossae is the valid name for the species that is the host for that hantavirus, providing an emended diagnosis and redescription of the taxon.
MATERIAL AND METHODS
We examined Oligoryzomys specimens deposited in the mammal collections of Museu Nacional, Universidade Federal do Rio de Janeiro (MN), Rio de Janeiro, Brazil; American Museum of Natural History (AMNH) Rosa et al. (2010) : IEC19491 and IEC19540. Information on collection locality data ( fig. 1 ) and museum acronyms and numbers are presented in appendix 1; see also Bonvicino and Weksler (1998) , Weksler and Bonvicino (2005) , and Agrellos et al. (2012) for previously analyzed specimens of other Oligoryzomys species. In addition to museum specimens, we report here several new Oligoryzomys individuals collected in localities of the Brazilian Cerrado (appendix 1).
The terminology and illustrations of characters herein analyzed were reported by Reig (1977) , Voss (1988) , Carleton and Musser (1989) , and Weksler (2006) . The following external dimensions were measured (in mm) in specimens collected by us or obtained from original specimen tags: head and body length (HBL), tail length (LT), ear length (Ear), hind foot length with claw (HF) and body mass (Wt). Whenever a total length had been originally reported on specimen tags, HBL was estimated by subtracting tail length (T) from total length (TL. Cranial measurements were taken with digital calipers to the nearest 0.01 mm. For morphometric analyses, we employed 12 cranial dimensions following Bonvicino and Weksler (1998) : condylo-incisive length (CIL), length of diastema (LD), palatal bridge (PB), length of maxillary molars (LM), breadth of first maxillary molar (BM1), external alveolar breadth (M1M), length of incisive foramen (LIF), breadth of incisive foramen (BIF), rostrum breadth (BRO), orbital length (ORL), zygomatic breadth (ZB), and breadth of zygomatic plate (BZP). These dimensions were chosen because they provided consistent estimates by different investigators (i.e., did not display significant interresearcher differences in a paired t-test).
Statistical Analyses: Morphometric analyses of skull characters were performed for adult specimens, i.e., specimens with all teeth erupted and with at least minimal wear (Oliveira et al., 1998) ; males and females were grouped due to lack of sexual dimorphism (t-tests, p <0.05; not shown). Analysis of variance (ANOVA) with Tukey post hoc test (Sokal and Rohlf, 1994) , and MANOVA using logarithmic-transformed data were carried out for comparing O. mattogrossae with O. microtis, O. flavescens, and O. fornesi. We adjusted the individual measurements' alpha (level of significance) using sequential Bonferroni correction to reflect an overall alpha of 0.05 (Rice, 1989) . We used two multivariate approaches to identify patterns of morphometric variation among these species: principal component analysis based on the covariance matrix, and discriminant analysis with estimation of canonical functions (Strauss, 2010) ; both analyses used logarithmic-transformed data. All statistical analyses were performed in R environment (R Core Team, 2014) .
Molecular Data: DNA was isolated from livers preserved in 95%-100% ethanol following the standard phenol-chloroform protocol (Sambrook and Russell, 2001) . A fragment containing the full-length cytochrome b gene (mt-Cytb; genes' acronyms following Mus musculus nomenclature of Eppig et al., 2015) was amplified with primers L14724 (5′-CGAAGCTT-GATATGAAAAACCATCGTTG-3′; Irwin et al., 1991) and Citb-Rev (5′-GAATAT-CAGCTTTGGGTGTTGRTG-3′; Casado et al., 2010) by standard PCR procedures. Amplifications were performed in 50 μL reactions with Platinum® Taq Polymerase (Invitrogen™) and recommended concentrations of primers and templates. Reactions were run for 35 cycles at 94° C for 30 s, 58° C for 30 s, and extension at 72° C for 90 s, with initial denaturation at 94° C for 2 min and final extension at 72° C for 7 min. Amplicons were purified with GFX® PCR DNA and Gel Band Purification Kit (GE™ Healthcare) and sequenced with the same primers used in the PCR amplification and additional internal primers for mt-Cytb: MEU1 (5′-ACAACCATAGCAACAGCATTCGT-3′; Bonvicino and Moreira, 2001 ) and MVZ16 (5′-TAGGAARTATCAYTCTGGTTTRAT-3′; Smith and Patton, 1993) . Sequencing reactions were run in an ABI3130xl (Applied Biosystems) platform and electropherograms were manually checked and aligned using BioEdit 8.0 (Hall, 1999) and Chromas v. 1.45 (Technelysium). (McCarthy, 1998) .
Additional mt-Cytb data from other GenBank Oligoryzomys specimens (appendix 2) were used for phylogenetic reconstructions; we included only those sequences with at least 750 bp (65% of completeness). We also performed a combined analysis of mt-Cytb and the nuclear intron 7 of the nuclear β-fibrinogen gene (i7-Fgb) previously employed by Agrellos et al. (2012) . For the combined analyses, we included only exemplars with both mt-Cytb and i7-Fgb, except for O. stramineus, for which we combined sequences from two individuals from the same locality (Terezina de Goiás; appendix 2). We employed 13 oryzomyines and 3 non-oryzomyines sigmodontines as outgroup taxa (appendix 2) in all phylogenetic analyses, and rooted our trees using Sigmodon hispidus.
Phylogenetic Analyses: Maximum-likelihood estimation (Felsenstein, 1981) and Bayesian analysis (Huelsenbeck et al., 2001) were carried out for phylogenetic reconstructions. A nucleotide evolution model was evaluated using Akaike Information Criteria (AICc) as estimated by PAUP* 4.0a146 (Swofford, 2002 ; commands AutoModel modelset=j7 invarSites IplusG). The GTR model of nucleotide substitution (Rodríguez et al., 1990) , corrected for sitespecific rate heterogeneity using gamma distribution with four classes (Yang, 1994) and invariable sites (i.e., GTR+G+I) was selected as the best model for cytochrome b (mt-Cytb), while the HKY+G was selected for i7-Fgb (GTR+G+I was close to the best model, with delta AICc = 4.937). The GTR+G+I was used for all phylogenetic analyses, and the combined analyses used a gene-partitioned model. Maximum-likelihood trees were calculated with RaxML (Stamatakis, 2006 (Stamatakis, , 2014 and nodal bootstrap values (Felsenstein, 1985) were calculated using 1000 pseudoreplicates. Bayesian analyses were performed using Markov chain Monte Carlo (MCMC) sampling as implemented in MrBayes 3.1.2 (Ronquist and Huelsenbeck, 2003) . Uniform interval priors were assumed for all parameters except base composition, for which we assumed a Dirichlet prior. We performed four independent runs, each with 2 heated chains and 10,000,000 generations, and sampling for trees and parameters every 10,000 generations. The first 10% generations were discarded as burn-in, and the remaining trees were used to estimate posterior probabilities for each node. All analyses were checked for convergence by plotting the log-likelihood values against generation time for each run with Tracer 1.4 (Rambaut and Drummond, 2007) , and all parameters had an effective sample size (ESS) over 500. Phylogenetic analyses were run in the CIPRES Science Gateway (Miller et al., 2010) .
RESULTS
The holotype and paratype of O. mattogrossae share distinctive features of the external ( fig.  2 ) and cranial ( fig. 3 ) anatomy with Oligoryzomys specimens from the Cerrado and Caatinga, previously referred as O. fornesi (Bonvicino and Weksler, 1998) : (1) yellowish ventral pelage, with yellowish hair tips and gray base; (2) absence of a well-defined limit between ventral and lateral pelage; (3) incisive foramen almost reaching the level of the alveoli of the first molar, or barely reaching but not advancing posteriorly beyond it; (4) position of posterolateral palatal pits lateral to the mesopterygoid fossa; and (5) Oligoryzomys mattogrossae differs from Oligoryzomys microtis (figs. 2, 5) in the following characters: (1) the dorsal coloration does not have a defined limit with the ochraceous or yellow ventral pelage color in O. mattogrossae, in comparison with a whitish venter with a well-defined limit between lateral and ventral coloration in most adult specimens of O. microtis; although the venter in some specimens of O. microtis may also be ochraceous, it will still have strong countershading; (2) the posterior terminus of the incisive foramina of O. microtis is anterior to the M1 alveolar line, whereas in O. mattogrossae the foramina reach, but not extend posteriorly past the alveolar line; (3) the posterolateral pits are between the mesopterygoid fossa and M3 in O. microtis and lateral to the fossa mesopterygoid in O. mattogrossae; and (4) Agrellos et al. (2012) ; and e Myers and Carleton (1981) . Remaining information is from specimens listed in appendix 1, type material, and from the above-mentioned sources. vegetus, and O. fulvescens. The lineage leading to O. mattogrossae is the first to split within the genus, followed by O. microtis lineage, but this resolution has low nodal support.
Combined analyses of mt-Cytb and i7-Fgb recovered a fully resolved and highly supported tree within Oligoryzomys, but not for Oryzomyini generic relationships ( fig. 8) 
DISCUSSION
Almost a century after its original description, the identity of O. mattogrossae is still controversial. This is due to overall similarity among small-sized Oligoryzomys species from cisAndean Neotropics, especially eastern and central South America. There are seven recognized Cabrera (1961:396) considered O. mattogrossae as a junior synonym of O. microtis, a position followed by Carleton and Musser (1989) and Musser and Carleton (2005) . The two species are morphometrically extremely similar with only subtle morphological differences (see above). Nevertheless, they form clearly independent lineages in the phylogenetic analyses of both mito- chondrial and nuclear genes ( figs. 7, 8) . The mt-Cytb recovered the two species in sequential nodes at the stem of Oligoryzomys in a poorly supported resolution; the combined analyses, in turn, place the two taxa as sister species, with high nodal support. Although one of the arguments presented by Weksler and Bonvicino (2015: 431) for the recognition of O. mattogrossae was their nonsister species status relative to O. microtis, the molecular distance between the species (average p = 11.9% for mt-Cytb) is very suggestive of their distinctiveness (see table 2); the distance is higher than the mean pairwise comparisons among all Oligoryzomys species pairs (p = 8.9%; min = 1.1% between O. longicaudatus and O. magellanicus; max = 12.8% between O. microtis and O. rupestris), and especially among sister species (p = 6.1%). In addition, there are 38 putative molecular apomorphies for both O. mattogrossae and O. microtis based on parsimony optimization of characters in the combined tree.
The two species also possess distinct karyotypes, with O. mattogrossae presenting 2n = 62 and FN = 64 (Bonvicino and Weksler, 1998) and O. microtis presenting 2n = 64 and FN = 66 (Gardner and Patton, 1976 , as Oryzomys (Oligoryzomys) longicaudatus, variant 2; Aniskin and Volobouev, 1999; Patton et al., 2000) ; this latter karyotype was confirmed in a topotype of O. microtis (unpublished data). Another karyotype with 2n = 64 and FN = 64 was also attributed to O. microtis (Di-Nizo et al., 2015) , but the taxonomic status of this lineage needs to be assessed. Besides differences in diploid and fundamental numbers, suggesting a major chromosomal rearrangement between the species, the morphology of the autosomal chromosomes is also distinctive between the O. microtis and O. mattogrossae; although the two species have two biarmed autosome pairs, in the former the largest autosome is a metacentric, while in the later species it is an acrocentric chromosome; in contrast, O. mattogrossae has a medium-sized biarmed chromosome, that is probably homologous to an acrocentric in O. microtis. This suggests at least two pericentric inversions to derive one karyotype from another. The 2n = 62 and FN = 64 karyotype has also been attributed to O. eliurus (Svartman, 1989; Andrades-Miranda et al., 2001 ), but morphological examination and sequencing of some of the karyotyped specimens listed by these authors (MN36928, MN36746) confirm they are O. mattogrossae.
Our results confirmed the need for analyzing additional loci to obtain a more complete understanding of Oligoryzomys phylogeny, mainly because analyses exclusively based on mtCytb did not provide a sufficient phylogenetic signal for a robust resolution of intrageneric relationships. Our combined analysis of mt-Cytb and i7-Fgb, albeit with a more restricted taxonomic coverage, provided a robust hypothesis for the relationships of the genus, and was similar to the previous study that employed the i7-Fgb nuclear marker  in that study, the specimen referred as O. fornesi, MN62640, is here treated as O. mattogrossae). The only difference between the results is the position of O. flavescens, which in our present analyses receives high support for its placement ( fig. 8 ). Some clades recovered in the present study, both in the mt-Cytb only and in combined analyses, are generally coincident with recent studies of Oligoryzomys (Palma et al., , 2010a Francés and D'Elía, 2006; Rivera et al., 2007; Rogers et al., 2009; Miranda et al., 2009; Richter et al., 2010; González-Ittig et al., 2010 
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O. microtis -MNFS1321 -BR: Acre (43) phylogenetic analyses. It is important to note that we did not observe any characteristics of NUMT pseudogenes, such as a stop codon or frame shifts, in any mt-Cytb sequence of this taxon. Our phylogenetic analyses also show that specimens from Argentina and southern Paraguay, recognized here as O. fornesi, do not cluster with O. mattogrossae; instead, they are members of two clades within O. flavescens, rendering both taxa as paraphyletic and strongly suggesting that the two forms belong to a single evolutionary lineage. Our morphometric analyses corroborate this pattern, as the type series of O. fornesi is morphometrically similar to O. flavescens.
The sister species O. microtis and O. mattogrossae occupy distinct habitats throughout their parapatric distributional ranges ( fig. 1 ): although also found in the Cerrado-Amazonian ecotone in Para and Mato Grosso, O. mattogrossae is mostly found in open vegetation biomes such as Cerrado and Caatinga; O. microtis is found only in forested environments throughout the Amazon basin (Weksler and Bonvicino, 2005) . In turn, O. mattogrossae is sympatric with O. flavescens in two localities in Paraguay (Curuguaty and Carayaó); the sympatric forms were identified based on karyotyped specimens (Bonvicino and Weksler, 1998) and the discriminant analysis separates the exemplars. O. nigripes was also collected in these localities (Myers and Carleton, 1981) , another example of cooccurrence of three sympatric forms of the genus in the ecotone of the Cerrado and other biomes (Weksler and Bonvicino, 2015) .
We conclude that our data corroborate the valid taxonomic status of O. mattogrossae, the correct name for the Oligoryzomys with small body size, yellow belly, and 2n = 62 and FN = 64 karyotype, found in the Cerrado and Caatinga domains of Brazil and northern Paraguay, and previously identified by us as O. fornesi (e.g., Bonvicino and Weksler 1998; Weksler and Bonvicino, 2005) . This finding is relevant for governmental agencies, such as the Brazilian Ministry of Health, given that O. mattogrossae specimens have been identified as seropositive for Anajatuba hantavirus in Maranhão state in Brazil (Rosa et al., 2010) and its correct taxonomic identification is extremely important for the implementation of public policies of hantavirus control. The redescription of O. mattogrossae is herein provided.
TAXONOMIC ACCOUNT
Oligoryzomys mattogrossae (J.A. Allen, 1916) Figures 2 and 3 Holotype: AMNH37542 adult male; measurements of holotype in mm (see Material and Methods for acronyms): TL = 210, HBL = 95, T = 115, PB = 4.08, LIF = 4.48, BIF = 1.61, LM = 3.30, BM1 = 0.97, M1M = 4.50, BRO = 4.56, LIB = 3.45, ORL = 8.05, BZP = 2.4. The holotype corresponds to an old adult individual, i.e., with advanced wear of molars and large skull measurements (table 3) , and has a severely damaged skull.
Type Locality: Brazil, Mato Grosso state, Rio Papagaio, Utiariti. Geographic Distribution: Oligoryzomys mattogrossae occurs throughout the Cerrado and Caatinga biomes of central and northeastern Brazil and Paraguay, as well as in the Cerrado-Amazonia ecotone between Mato Grosso and Pará states, and between the Pantanal region of Corumbá in Mato Grosso do Sul state ( fig. 1) . In Brazil, the species has been recently reported in the states of Mato Grosso do Sul (Carmingnotto et al., 2014) , São Paulo (Vivo et al., 2011 ), Tocantins (Di-Nizo et al., 2015 , Pará , and Bahia (Pereira and Geise, 2009) . Therefore, O. mattogrossae is found in the Brazilian Caatinga (Bahia, Alagoas, Pernambuco, Paraíba states) and Cerrado (Distrito Federal, São Paulo, Minas Gerais, Mato Grosso, Mato Grosso do Sul, Goiás, Tocantins, Bahia, and Maranhão states). O. mattogrossae also possibly occurs in Bolivia (e.g., Santa Cruz specimens listed as O. microtis in Olds and Anderson, 1987, and Anderson, 1997) , but voucher material still needs to be analyzed to confirm identification. See appendix 1 for specific localities and examined material.
Emended Diagnosis: A small-sized Oligoryzomys species (adult HBL <96 mm in average) characterized by the combination of the following morphological characteristics: (1) rufous tone in dorsum, especially on the rump, (2) underparts light ochraceous buff instead of grayish white, (3) dorsal and ventral coloration without a well-defined limit, (4) position of posterolateral pits lateral to the mesopterygoid fossa; and (5) posterior extension of palatal bridge smaller than the size of M3. In addition, all known karyotyped specimens share the same diploid number of 62 and fundamental autosome number of 64.
Description: Adult dorsal pelage grizzled yellowish, between Antique Brown and Dresden Brown (Ridgway, 1912) , composed of long guard hairs and slightly shorter overhairs with a subapical brown-yellowish band. Lateral color lighter than in dorsum and without a clearly defined limit with the yellowish ventral pelage. Ventral hair upper half yellowish, gray at base. Short tufts of white ungual hair at base of claws on dII-dV. Tail longer than combined length of head and body, sparsely haired, and covered with more or less conspicuous epidermal scales, lacking a long tuft of terminal hairs and weakly bicolored, dorsal surface dark gray and ventral surface light gray. Superciliary, genal, and mystacial vibrissae not extending beyond ears. Presence of eight mammae in inguinal, abdominal, postaxial, and pectoral positions.
Delicate skull, narrow rostrum, but slightly wider than interorbital constriction. Interorbital region hourglass shaped. Braincase without supraorbital and postorbital ridges and with weakly developed lambdoidal ridge. Interparietal bone as broad as anterior half of parietal. Relatively large zygomatic plate with zygomatic notch intermediate between deep and shallow. Jugal bone absent, resulting in zygomatic process of squamosal in contact with the zygomatic process of maxillary. Incisive foramina with almost parallel margins, the posterior borders reaching or almost reaching the plane of alveolus of the first upper molars, but never extending posteriorly. Palate with a single large or two posterolateral palatal pits not recessed in palatine fossa, lateral to mesopterygoid fossa. Palatal bridge broad and long. Bony roof of mesopterygoid fossa perforated by large sphenopalatine vacuities. Width of parapterygoid plate slightly greater than width of mesopterygoid fossa. Alisphenoid strut absent (buccinator-masticatory foramen and accessory foramen ovale confluent), alisphenoid canal with large anterior opening. Stapedial foramen and the posterior opening of the alisphenoid canal large, but squamosal-alisphenoid groove and sphenofrontal foramen absent (= carotid circulatory pattern 2 of Voss, 1988) . Posterior suspensory process of the squamosal absent. Large subsquamosal fenestra, slightly smaller than postglenoid foramen. Periotic exposed posteromedially between ectotympanic and basioccipital, not reaching the carotid canal. Mastoid perforated by conspicuous posterodorsal fenestra. In mandible, capsular process of lower incisor alveolus well developed in most adults; superior and inferior masseteric ridges converging anteriorly as open chevron below m1. Upper and lower incisors opisthodont; molars pentalophodont. Superior molar rows parallel. Procingulum of first upper molar (M1) with anteromedian flexus only in young animals, specimens with moderate wear do not present anteromedian flexus. Anteroloph present and separate from anterocone in young, but anteroloph joining with anterocone in specimens with more advanced wear; posteroloph small joined to metacone in specimens with more advanced wear. Paracone of M1 with small crest that joins the mesoloph, creating an internal fosseta. M2 with mesoloph, with or without a protoflexus. The third upper molar (M3) is reduced, and has a single posterior cup, which we equate to the hypocone; hypoflexus is diminutive. The anteroconid of the first lower molar (m1) is without an anteromedian flexid; the mesolophid is distinct on unworn m1 and m2; m2 and m3 with anterolabial cingulum. (Myers and Carleton 1981; Svartman 1989; Andrades-Miranda et al., 2001; Pereira and Geise, 2009; Di-Nizo et al., 2015) .
Habitat: Oligoryzomys mattogrossae is an inhabitant of open vegetation biomes such as the Cerrado and Caatinga, but can also be found in formations in the transition with Amazonian forest. No information about the vegetation of the type locality was provided in the description of O. mattogrossae (Allen, 1916) , but the vegetation along the Papagaio River, including the Utiariti region, is gallery forest.
Comparisons: Oligoryzomys mattogrossae differs from all other Oligoryzomys species by its unique karyotype. In addition, O. mattogrossae differs from other Oligoryzomys that occur in Brazil by a combination of other characters including (1) yellowish ventral pelage and (2) dorsal coloration without a defined limit with ventral pelage color, in comparison to a whitish venter with defined limit between lateral and ventral coloration in adult specimens Despite sharing the same type locality, O. mattogrossae differs from O. utiaritensis by its karyotype with 2n = 62 and FNa = 64 (O. utiaritensis 2n = 70 and FNa = 74), and a combination of morphological characters including (1) yellowish ventral pelage, contrary whitish ventral coloration in O. utiaritensis, (2) dorsal coloration without a defined limit with ventral pelage color, in comparison to a whitish venter with defined limit between lateral and ventral coloration in adult specimens of O. utiaritensis ( fig. 2) . O. mattogrossae and O. utiaritensis are also readily distinguished by size, as O. utiaritensis is a larger species (see Agrellos et al., 2012 , for measurements of other Oligoryzomys species).
Etymology: Oligoryzomys mattogrossae was named by J.A. Allen based on its type locality in Mato Grosso state.
Specimens Examined: See appendix 1. Remarks: Oligoryzomys mattogrossae was described by Allen (1916) based on two specimens, the holotype from Utiariti, and one paratype from "Guatsué"; the latter locality was not located, but Paynter and Traylor (1991) suggest that it is presumably on middle Rio Papagaio in Mato Grosso state.
